We sequenced the genomes of two chikungunya virus isolates obtained from viremic patients who had traveled to Australia. The first patient acquired the infection in Bangladesh in 2017, and the second was infected in Thailand in 2019. Phylogenetic sequence analysis demonstrated that both isolates belonged to the East/Central/South African genotype.
50.1% GϩC content), a total of 4,908,657 reads with an average coverage depth of 45,504ϫ were mapped to strain CHIK31. Similarly, a total of 8,240,564 reads with an average coverage depth of 78,217ϫ were mapped to strain CHIK31 for Thail 2019 (11,812 nt with 50.1% GϩC content).
Genome sequence identities were determined using the online version of blastn [8] and the general timereversible [GTR] nucleotide substitution model) of the region encompassing the putative nonstructural polyprotein (nsP) (nsP1-nsP2-nsP3 termination product or nsP1-nsP2-nsP3-nsP4 read-through product), the subgenomic 26S RNA promoter region, and the putative structural polyprotein (C-E3-E2-6K-E1) indicated that both Bangladesh 2017 and Thail 2019 grouped within the Indian Ocean lineage of the East/Central/South African (ECSA) genotype (Fig. 1) . However, the E1-A226V mutation first detected during the 2005-2006 CHIKV epidemic on La Réunion Island (9) was not found in either strain. Data availability. Raw sequencing reads were deposited in the Sequence Read Archive under the accession numbers SAMN13164600 (Bangladesh 2017) and SAMN13164601 (Thail 2019) and BioProject number PRJNA583228. The genome sequences have been deposited in GenBank under the accession numbers MF773566 (Bangladesh 2017) and MN630017 (Thail 2019).
